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Erratum to: A benchmark for RNA-seq
quantification pipelines
Mingxiang Teng1,2,8, Michael I. Love1,2, Carrie A. Davis3, Sarah Djebali4, Alexander Dobin3, Brenton R. Graveley5,
Sheng Li6, Christopher E. Mason6, Sara Olson5, Dmitri Pervouchine4, Cricket A. Sloan7, Xintao Wei5, Lijun Zhan5
and Rafael A. Irizarry1,2*
After the publication of this work [1] it was noticed that
there were typographical errors in the following equations:
equation 5 in column 2, equation 7 in column 2, equation
8 in column 1.
The bracket was placed incorrectly, so it should read:
\log_2 (Y_{gij} + 0.5) rather thank (\log_2 Y_{gij} + 0.5)
The publisher apologizes for this error.
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